T he metallo-␤-lactamase (MBL) GIM-1, first identified in Pseudomonas aeruginosa isolates in Germany in 2002 (1), has since been described sporadically and never outside Germany in Pseudomonas spp. (2, 3), Acinetobacter pittii (4), and a range of Enterobacteriaceae (3, 5, 6) . No genetic variations of bla GIM-1 have been reported (7).
pulsed-field gel electrophoresis (PFGE) (XbaI, in accordance with the Tenover criteria [14] ), repetitive sequence-based PCR (rep-PCR) (DiversiLab) (with a similarity cutoff of 95%), and multilocus sequence typing (MLST) (15) . The bla GIM-2 -positive strain, confirmed to be sequence type 108, was shown to be unrelated to the other isolates by all genotyping methods.
In conclusion, the isolation of a new GIM-type MBL in Germany highlights the ongoing spread and evolution of this local metallo-␤-lactamase gene. The isolate presented here may be easily missed in routine microbiology laboratories since isolates carrying the gene can show relatively low MICs for carbapenems; however, results of phenotypic tests for carbapenemases were positive.
Nucleotide sequence accession number. The integron whose sequence was determined in this work has been allocated GenBank accession number KM659858.
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